Three duplications common to 90-125 and MCO456 were investigated in detail: DUP8 (A), DUP18 (B) and DUP25 (C). Gaps in reference chromosomes can be explained by collapsed duplications that are present several kb downstream. These duplications were not correctly recognised during assembly process as such due to no or little divergence between two copies in 90-125. Split-reads mapping (blue and green horizontal lines) supports this hypothesis: part of the read align at gap end, while the other part at duplication end.
Supplementary figure S2: Alignment of the ITS region of rDNA from C. parapsilosis, C. orthopsilosis and C. metapsilosis
The ITS sequence from MCO456 and AY2 were obtained from genome projects: GenBank accessions: PRJEB4430 and PRJNA171019. The remaining ITS regions were previously published (Sai et al., 2011) . The alignment was prepared using Muscle v3.8.31 (Edgar, 2004) .
C_met: C. metapsilosis; C_ort: C. orthopsilosis; C_par: C. parapsilosis. Type 1 and Type 2 isolates of C. orthopsilosis are highlighted in yellow and green, respectively. MTLa and MTLα are highlighted in grey and red, respectively. The differences in sequence of the ITS region are also indicated. The ITS region of C. orthopsilosis 90-125 is intermediate between the Type 1 and Type 2 isolates, while the ITS region of MCO456 is identical to Type 2 isolates.
C_par_AY391843 TTGGAGTTTGTACCAATGAGTGG----AAAAAACCTATCCATTAGTTTATACTCCGCCTT
TTGGAGTTTGTACCAATGAGTGG---AAAAAAACCTATCCATTAGTTTATACTCCGCCTT *********************** *********************************
TCTTTCAAGCAAACCCAGCGTATCGCTCAACACCAAACCCGAAGGTTTGAGGGAGAAATG ****************************************** *****************
ACGCTCAAACAGGCATGCCCTTTGGAATACCAAAGGGCGCAATGTGCGTTCAAAGATTCG ************************************************************
ATGATTCACGAATATCTGCAATTCATATTACTTATCGCATTTCGCTGCGTTCTTCATCGA ************************************************************
TGCGAGAACCAAGAGATCCGTTGTTGAAAGTTTTGACTATTAGTTAATC-AGTTGAC--T ****************************************** ***** ****** * C_par_AY391843
TAAATAAAAATTTGGTTGAGTTTAATCTCTGGCAGGCC-------ATGGGCCCACCAAAG ***** ******************************** **** *******
CAAAGTTTTCAAAAAAAAAGAAAAACACATGTGTAAAAAAA-------TGCAGTTAAGCA C_ort_T2_Cp185_α
CAAAGTTTTCAAAAAAAAAGAAAAACACATGTGTAAAAAAAA------TGCAGTTAAGCA C_ort_T2_Cp331_α
CAAAGTTTTCAAAAAAAAAGAAAAACACATGTGTAAAAAAAA------TGCAGTTAAGCA C_ort_T2_Cp296_a
CAAAGTTTTCAAAAAAAAAGAAAAACACATGTGTAAAAAAAA------TGCAGTTAAGCA C_ort_T2_Cp269_a
CAAAGTTTTCAAAAAAAAAGAAAAACACATGTGTAAAAAAAA------TGCAGTTAAGCA C_ort_T2_Cp125_a/α CAAAGTTTTCAAAAAAAAAGAAAAACACATGTGTAAAAAAAA------TGCAGTTAAGCA C_ort_T2_90_125_a
CAAAGTTTTCAAAAAAAAAGAAAAACACATGTGTAAAAAAA-------TGCAGTTAAGCA ********** *********************** ** * ************ 
